Introduction
Neuropeptide Y (NPY), first identified in mammalian brains in the 1980s, is a neuropeptide consisting of 36 amino acids [1, 2] that exhibits diverse biological functions [3] . Most of the NPY protein is secreted by the peripheral or central nervous systems [1] and is involved in multiple physiological processes and pathological conditions, including memory, stress, overeating and obesity, pain regulation, neural regulation, Alzheimer's disease, regulation of blood pressure, and cerebral circulation [3] [4] [5] [6] [7] [8] [9] [10] [11] [12] [13] . Direct or indirect effects of NPY have been particularly implicated in obesity and metabolic syndromes. Largely secreted NPY stimulates eating and drives overeating-induced obesity [14] . Furthermore, the expression and secretion of NPY by sympathetic nerves and fat tissue was recently shown to activate proliferation and adipogenesis of preadipocytes in fat tissue [15] [16] [17] .
The NPY gene, located at chromosome 7p15.1, has twenty-five polymorphisms in its promoter region and seven within its exons (NT 007819.17). The L7P SNP has been associated with type 2 diabetes mellitus, alcoholism, and obesity [18] [19] [20] [21] [22] . Another functional SNP, C-399T, in which the T allele exhibits lower transcriptional activity than the C allele, was also associated with schizophrenia [23] and nonHodgkin's lymphoma [24] . Recently, Kim et al. reported that this SNP was significantly associated with ischemic stroke in the Korean elderly population [25] , with Yu et al. showing the same results in Chinese subjects [26] .
Traditional Korean medicine (TKM), which is similar to traditional Chinese medicine (TCM), categorizes stroke into internal disease symptoms. Pattern identification (PI) is a diagnostic system that entails a comprehensive analysis of symptoms and signs, with implications for determining the cause, nature, and location of the illness; the patient's physical condition; the patient's treatment [27, 28] . Go previously reported that the PI of stroke in TKM can be classified into five types: fire heat pattern, dampness-phlegm pattern, blood stasis pattern, yin deficiency pattern and Qi deficiency pattern [29] . Among these, subjects with dampness-phlegm pattern tend to be obese and have hyperlipidemia [30] .
PI is affected by environmental and hereditary factors. Some reports have suggested a relationship between genetic variation and PI among Chinese, Korean, and Japanese populations [31] [32] [33] [34] .
In this study, we analyzed the distribution of NPY polymorphisms in dampness-phlegm pattern and nondampness-phlegm pattern in elderly Korean subjects. Medical Hospital (Gangwon-do). CI was confirmed by magnetic resonance imaging (MRI) or magnetic resonance angiography (MRA). After obtaining informed consent from all subjects, clinical data were collected, and syndromes were differentiated classified using "stroke PI case report form." PI diagnosis of each patient was determined by two expert TKM doctors, and subjects receiving differing opinions from two doctors were excluded [27] . Patients with histories of transient ischemic attack (TIA), diabetes, hyperlipidemia, and heart disease were excluded, as were patients with a previous stroke or a traumatic stroke.
Materials and Methods
Normal subjects were recruited from Dae Jeon Oriental Medical Hospital and Won Kwang Oriental Medical Hospital, and stroke status was confirmed by MRI. Subjects with a history of stroke, TIA, diabetes, hyperlipidemia and heart disease were excluded. Four hundred ninety-eight normal subjects and five hundred ninety-nine CI patients classified as having dampness-phlegm pattern (N = 198) or non-dampness-phlegm pattern (N = 401) participated in this study. The general characteristics of normal subjects and CI patients are shown in Supplemental 
Preparation of Genomic DNA and Identification of
SNPs. Genomic DNA of each subject was extracted from whole blood using a GeneAll Genomic DNA Extraction Kit (GeneAll, Seoul, Korea). The promoter region (2 kb) and all exons of the NPY gene were sequenced in 24 Korean genomic DNA samples using an ABI PRISM 3700 DNA analyzer (Applied Biosystems, Foster City, Calif, USA). Primer sets used in the amplification and sequencing analyses were designed on the basis of the reference genome sequence for NPY (NC 000007). Information concerning the primers for the amplification and sequencing of the NPY gene is shown in Supplemental Table 2 .
Genotyping of SNPs in all subjects was conducted using the SNaPshot multiplex system (Applied Biosystem, FosterCity, CA, USA) according to the manufacturer's protocol. Primer and NPY SNP genotyping probe sequences are shown in Supplemental Table 3 .
Hardy-Weinberg equilibrium tests were employed to determine whether individual SNPs were in equilibrium at each locus, and linkage disequilibrium (LD) coefficients, |D | and r 2 , were evaluated to measure LD between all pairs of loci [35] . The frequencies of SNPs and LD coefficients were inferred using the HapAnalyzer program v1.0.
Statistical Analysis.
Data were statistically analyzed with SAS software, version 9.1.3 (SAS Institute Inc., Cary, NC). All continuous variables were subjected to a KolmogorovSmirnov normality test. Differences in continuous variables were determined by parametric (Student's t-test) or nonparametric (Wilcoxon rank sum test) test. Categorical variables were compared with a chi-square test or Fisher's exact test.
Multiple logistic regression adjusted for age, sex, smoking status, and drinking status was performed to estimate the association of SNPs with normal versus dampness-phlegm pattern (or non-dampness-phlegm pattern), as well as odds ratios (ORs) with 95% confidence intervals (95% CI). To investigate whether the C-399T polymorphism is associated with the clinical parameters of the normal subjects, we performed a statistical analysis using a general linear model adjusted for age, sex, smoking status, and drinking status. Statistical significance was set at P < 0.05.
Results
General characteristics of normal and CI patients are shown in Supplemental Table 1 and are similar to our previous study [25] . The clinical differences between the CI patients classified as dampness-phlegm pattern or non-dampnessphlegm pattern according to the PI of TKM are shown in Table 1 . The mean waist circumference of the dampnessphlegm pattern patients was significantly higher than that of the normal subjects (P < 0.001). A higher mean waist circumference was also observed in the dampness-phlegm pattern group compared with the non-dampness-phlegm pattern group. Additionally, serum lipids, total cholesterol and LDL-cholesterol levels were higher in the dampnessphlegm pattern group than in the non-dampness-phlegm pattern group.
The location of five SNPs within the NPY gene are shown in Figure 1(a) , and their characteristics is listed in Table 2 . Three of these SNPs are in the NPY promoter, one is in exon 2, and the other is in exon 3. None of the alleles result in an amino acid change. All of the alleles were in Hardy-Weinberg equilibrium (P > 0.01) according to the recommended International HapMap Project guidelines. The LD coefficients between the five SNPs are shown in Figure 1(b) . Among these, G-1484A, C-399T, and A1201G were slightly linked (|D | = 1 and r 2 = 0.862-0.951). Table 3 shows the SNP distribution in the nondampness-phlegm pattern and the dampness-phlegm pattern groups compared with the normal group. The frequency of T allele of C-399T is 27.27% in dampness-phlegm pattern, which is significantly lower than in normal (33%) and nondampness-phlegm pattern patients (45.96%), as adjusted for sex, age, smoking, drinking and hypertension [P = 0.0378, OR = 0.737 (0.552-0.983)]. The ratio of subjects with T allele in the dampness-phlegm pattern group (45.96%) is also smaller than in the normal (53.25%) and nondampness-phlegm pattern groups (56.0%) [P = 0.0315, OR = 0.663 (0.456-0.964)]. In contrast, subjects with T allele of C5325T at exon 3 exhibited significantly more dampness-phlegm pattern than normal and non-dampnessphlegm pattern in the dominant model. Table 4 shows the comparison of obesity phenotypes and serum lipids in C-399T genotypes. The level of total cholesterol and LDL-cholesterol in normal subjects with TT type at C-399T was significantly lower than subjects with C allele (P = 0.0111 and P = 0.0186, resp.). Conversely, triglycerides were slightly increased in the dominant model. 
Discussion
PI is the basic system for diagnosis of patients in TKM, and it entails a systematic analysis of the patient's physical condition with implications for determination of the cause, nature, location, and treatment of the illness. The PI can lead TKM doctors to provide their patients with individualized treatment, thereby increasing the effectiveness of TKM and minimizing its adverse effects. In Korea, several questionnaires for the standardization of PI have been developed, the recent establishment of five standard PI subtypes for stroke: fire heat pattern, dampnessphlegm pattern, blood stasis pattern, Yin deficiency pattern and Qi deficiency pattern [29, 36] . Among these, the dampness-phlegm pattern is characterized by its impediment to Qi movement and its turbidity, heaviness, stickiness, and downward-flowing properties [17] . Moreover, Kim et al. [27] reported that pale tongue, slippery pulse, and overweight status are major factors positively associated with dampnessphlegm pattern. Other studies showed that Korean stroke patients with dampness-phlegm pattern had increased serum cholesterol levels [30] . We also obtained similar results in this study (Table 1) . Collectively, these factors suggest that genes or genetic variation related with obesity might be associated with dampness-phlegm pattern in stroke.
In the current study, we examined the association of the dampness-phlegm pattern of stroke with five SNPs of the NPY gene among Korean CI patients and found that the C-399T SNP was negatively associated with dampness-phlegm pattern (OR = 0.663) (Table 3) . NPY, which is widely expressed in both the central and peripheral nervous systems, has an important role in the hypothalamic regulation of energy balance by stimulating food intake and favoring energy storage through increased lipoprotein lipase activity in white adipose tissue [14] .
Many groups have studied the association of NPY polymorphisms with obesity and/or serum lipid levels. Karvonen et al. [37] reported that the presence of the P allele of L7P SNP was associated with higher serum levels of total and LDL-cholesterol in obese and normal-weight subjects, and others have shown that L7P SNP is associated with increased body mass index (BMI) [38] . However, this polymorphism has not been found in Asian populations [39, 40] .
Plasma NPY level is positively correlated with total cholesterol and LDL-cholesterol levels [41] , and our results show that the C-399T SNP is significantly associated with decreased serum total cholesterol and LDL-cholesterol in normal subjects (Table 4) . Recently, four studies found that the C-399T SNP affects NPY level. We previously reported that the T allele of C-399T decreases NPY transcriptional activity and that the plasma NPY level of subjects with the TT type was significantly decreased compared with subjects with the CC or CT type [25] . In addition, three other 6 Evidence-Based Complementary and Alternative Medicine groups documented the allele-specific effects of the C-399T polymorphism on NPY gene expression [42, 43] . Taken together, these data suggest that subjects with the TT type of C-399T may have lower levels of serum total cholesterol and LDL-cholesterol, due to decreased plasma NPY levels.
In this study, for the first time, the association of NPY polymorphisms with PI of TKM was analyzed in a large CI patient population. Among the five SNPs, the T allele of C-399T has a negative association with dampness-phlegm pattern by decreased levels of serum cholesterol, which were significantly higher in dampness-phlegm pattern patients compared with non-dampness-phlegm pattern patients. It is clear that the findings of this study should be interpreted within the context of its limitations. Our findings are not appropriate for extrapolation to the general population. The observed associations, therefore, will require further confirmation in other subject groups.
